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Introduction
50
RNA-sequencing (RNA-seq) has enabled the expansion of molecular biology into the fields 51 of ecology and evolution (1). Compared to microarrays, it is the preferred high-throughput 
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A defined flowering time is a critical ecological trait necessary for a plant to achieve its 70 reproductive potential (8). Flowering at the appropriate time enables greater seed set and 71 distribution, and the avoidance of abiotic or biotic stresses prevailing in the environment (9). 
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The 150-base pair paired-end reads that were generated were checked for quality. Bases with 137 a quality score of less than 30 and reads containing fewer than 20 bases were removed using were binding and catalytic activity. For 'molecular function', the top GO terms belonged to 281 catalytic activity followed by binding and transporter activity (Fig 1a and 1b) . These Chionochloa, respectively (Fig 2) . In Celmisia, the most abundant transcription factors were 
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COG analysis and KEGG mapping
302
The assembled Celmisia unigenes, annotated using reference proteins from Helianthus 303 annuus, were further categorised into different protein classes (Fig 3) . The majority of the (Fig 4) . A very small fraction of the unigenes were found similar to the COG 312 database (10.2 %). Unigenes were then mapped to KEGG pathways by using the translated PIF4 and sugar signalling genes were upregulated in the leaves (Fig 7) , changes in the summer, autumn, spring, winter for Chionochloa) (Fig 8) . Expression analysis of these 390 selected genes was carried out using RT-qPCR with two biological replicates, each of which 391 comprised a combined pool of three individual plants. (Fig 8) . Expression of GI was greatest during summer, followed by a decrease in the late 400 autumn and winter. At the same time, the expression of PhyB was low during the summer but 
